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Background: Norovirus (NRV) is an important cause of gas-
troenteritis in children in developed countries. The genus NRV
has extensive genetic diversity and is divided into at least two
genogroups, I (GI) and II (GII) based on sequence analysis of genes
encoding structural and nonstructural proteins. The MAL-ED Study
is a longitudinal study at eight geographically diverse sites to
describe the pattern of nutritional, enteric disease and other fac-
tors inﬂuencing childhood growth and development from birth to
two years of age. We determined the prevalence of NRV GI and
GII in diarrheal and non-diarrheal stool samples among children
enrolled from 2009 to 2012.
Methods & Materials: Non-diarrheal stool samples were col-
lected on the monthly anniversary of the child’s birth, and diarrhea
stool samples were collected for each diarrhea episode experi-
enced by a child for two years. RNA extraction and a real-time PCR
assay were used for the identiﬁcation of NRV. In a pilot study, the
whole genomes of 94 NRV-positive samples from Bangladesh were
sequenced (∼7.5 kb) to identify the genetic diversity of the virus
circulating within a deﬁned human population.
Results: 7,819 diarrhea and 4,300 non-diarrhea stool samples
were tested for NRV: 20.3% of non-diarrhea samples tested positive
for NRV; 5.7% tested positive for NRV GI and 15.6% tested positive
forNRVGII. Amongdiarrhea stool samples, 23.3% testedpositive for
NRVwith 5.8% testing positive forNRVGI and18.6% testing positive
for GII. The mean cycle number for GI positivity was 31.7 (SD 6.0)
for non-diarrhea samples, and 32.8 (SD 5.8) for diarrhea samples.
For NRV GII, the mean cycle number for positivity for non-diarrhea
samples was 29.6 (SD, 5.3) and 29.0 (SD, 6.0) for diarrhea samples.
Among 12 month old children with complete microbiology testing,
NRV ranked in the top 5 pathogens identiﬁed in diarrhea samples
for 7 of 8 sites, and in the top 5 for 6 of 7 sites contributing data for
non-diarrhea stool samples with complete data.
Conclusion: Norovirus is a signiﬁcant contributor to pathogen
burden among MAL-ED children. This data provides an estimate of
the exposure and frequency of identiﬁcation of the virus in non-
diarrhea and diarrhea stools.
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Background: In August 2013, eThekwini Department of Health
(DoH) in KZN was notiﬁed of an increase in TB cases among resi-
dents at a local long-term care facility (LTF). Following initial
assessment and implementation of TB-speciﬁc infection control
measures, eThekwini DoH requested support from the National
Institute of Communicable Diseases (NICD). In October 2013, an
outbreak response team from NICD, NIOH, eThekwini DoH and
eThekwini municipality conducted an investigation at the LTF.
Methods & Materials: A cross-sectional survey was conducted
among all staff and residents of the LTF in order to detect suspected
cases of active TB using a structured screening questionnaire.
Individuals with symptoms suggestive of TB were deﬁned as sus-
pected cases of active TB. For these cases, sputum specimens were
collected for Gene Xpert, culture and drug susceptibility testing.
Medical record reviews were performed to obtain more informa-
tion. NIOH performed the environmental assessment.
Results: The initial assessment in August by eThekwini DoH
identiﬁed 11 clinically-diagnosed TB cases and one laboratory-
conﬁrmed multi-drug resistant TB case. In October, the outbreak
teamwere able to screen 96% (330/345) of residents, 59% (153/259)
of staff and 67% (217/324) of nursing students. Of those screened,
23% (76/330) of residents, 21% (32/153) of staff and 26% (57/217) of
nursing students were identiﬁed as suspected active TB. The team
obtained sputum or gastric aspirate samples on 83% (137/165) of
all screen-positive individuals. One residentwas positive for TB and
Rifampicin resistant on Gene Xpert.
The environmental assessment revealed poor adherence to
infection control and TB management guidelines, including no
TB screening for staff or residents, no training of staff on TB
